Introduction {#s1}
============

The regulation of heat shock protein expression is one of the most studied systems of gene expression, and the function and induction of heat shock proteins has been reviewed in detail from both basic and comparative angle (Lindquist and Craig, [@B27]; Feder and Hofmann, [@B15]; Basu et al., [@B3]; Richter et al., [@B38]; Deane and Woo, [@B11]). Especially the transcriptional induction of heat shock genes has been fully characterized, and the role of heat shock factors---prototypes of transcriptional activators---in the response has been detailed (Lindquist, [@B26]; Morimoto, [@B33]; Sistonen et al., [@B41]; Prahlad and Morimoto, [@B35]). In comparison, post-transcriptional regulation of heat shock protein production has been little studied (Silver and Noble, [@B40]), although it is clear that it also contributes to the hsp level after rapid temperature increase (Theodorakis and Morimoto, [@B43]). Particularly the stability of mRNAs of genes encoding inducible heat shock proteins appears very temperature-sensitive (Theodorakis and Morimoto, [@B43]).

On the basis of available literature, post-transcriptional regulation of the heat shock response plays a role in hsp accumulation in vertebrates (Silver and Noble, [@B40]), e.g., at the high pressure experienced by chondrocytes (Kaarniranta et al., [@B23]) and in exercise adaptation (Melling et al., [@B30]). Further, differences between cell types with regard to post-transcriptional regulation of the HSR in mammals have been reported (Kaarniranta et al., [@B24]). In *Xenopus* oocytes heat shock protein production is completely translationally regulated: upon adequate increase in temperature, repression of heat shock protein production is released, and premade mRNA is translated to heat shock protein (Bienz and Gurdon, [@B5]). Uncoupling of the transcription of genes encoding heat shock proteins and the actual protein production has not been much studied in fish. However, two studies have shown that such disconnection of mRNA and protein production may take place. First, Lund et al. ([@B29]) have observed that in salmon a higher temperature seems to be required for inducible heat shock protein production than for the induction of mRNA production from the *hsp* gene. Second, Hofmann et al. ([@B21]), studying two New Zealand notothenioids *Bovichtus variegatus* Richardson, 1846 and *Notothenia angustata* Hutton, 1875, showed that in the former species both the hsp and *hsp* mRNA production increased in heat shock, whereas in the latter only *hsp* mRNA production increased. Further, even in *B. variegatus* the temperature for *hsp* protein and mRNA induction may have been different.

Thorough understanding of the regulation of the heat shock response in aquatic poikilotherms has become imperative with climate change, since the temperature responses of a species will affect its capability to acclimate to warming water. Also, finding responses which change with small temperature increase are most valuable, as they can show a perturbation in the living conditions of a species with likely occurring near-future conditions. Already earlier it has become clear that acclimation to different temperatures affects both the temperature where the heat shock response is induced and where it is maximal (Dietz and Somero, [@B12]), and that phylogenetically related organisms inhabiting different temperatures (e.g., in different tidal zones in the same area) exhibit different induction temperatures (Podrabsky and Somero, [@B36]; Tomanek, [@B44]). We have studied the heat shock response using two phylogenetically related salmonids, the Arctic charr (*Salvelinus alpinus*) and Atlantic salmon (*Salmo salar* m. *sebago*) with overlapping distributions. The populations used in our study originate from the same lake area. Both species inhabit Arctic areas, where temperature increase has been greatest in the recent past (e.g., Belkin, [@B4]; Wanishsakpong et al., [@B50]). Thus, the distribution of these fish can be drastically affected by climate change. Notably, the Arctic charr has become an important aquaculture species, but starts to suffer if the rearing temperature exceeds 14°C (Quinn et al., [@B37]). The acute tolerance of Atlantic salmon and Arctic charr to temperature change (as measured by the loss of equilibrium with increased temperature) is different with lower temperatures tolerated by charr (Anttila et al., [@B1]).

We studied the inducible *hsp70* gene, particularly the one for which a specific antibody is commercially available, as it has been commonly used in temperature studies of salmonids (e.g., Lund et al., [@B29]), and since *hsp70* mRNAs were earlier shown to increase most when Arctic charr were exposed to 15--19°C (Quinn et al., [@B37]). We hypothesized that the levels of *hsp* mRNAs and proteins after acclimation to 8 and 15°C for a month and the heat shock responses of Arctic charr and Atlantic salmon are different. We focussed especially on the question, if the induction of protein and mRNA production of the *hsp70* gene can occur at different temperatures and be different in the two species. This was done especially, since, although it is known that the mRNA and protein production of the genes are often uncoupled (e.g., Jayapal et al., [@B22]; Logan and Buckley, [@B28]), it is commonly considered that in the case of heat shock proteins determining only the mRNA level suffices to conclude that also the protein level has increased (e.g., Deane and Woo, [@B11]) despite the information that disconnection between the two may occur (Lund et al., [@B29]; Hofmann et al., [@B21]). We further predicted that the differences between the species can be related to their earlier determined temperature tolerance. As a consequence, the study forms a basis of further investigations establishing the utility of heat shock response components in determining the position of a salmonid in its thermal tolerance window. Earlier, the interactions between thermal tolerance and heat shock response components in fish have mainly been studied with *Fundulus heteroclitus* (e.g., Healy et al., [@B18]), and, for example, diurnal variations in the increase of mRNA level after a slight heat shock have been observed (Healy and Schulte, [@B17]).

Material and methods {#s2}
====================

Experimental animals, acclimation and heat shock procedure
----------------------------------------------------------

The experiments were conducted at the Natural Resources Institute Finland in Enonkoski, eastern Finland, from 1st July to 10th August 2013. All procedures were approved by the Finnish Animal Experiment Board (ESAVI/4068/04.10.07/2013). Arctic charr and Atlantic salmon originated from Lake Saimaa (62°04′ N; 28°33′ E) and were reared under a natural photoperiod at the Natural Resources Institute Finland hatchery for 3 and 1 generations, respectively. Juvenile (\~1-year-old) charr and salmon were kept separately in 320 L cylindrical (90 cm diameter) tanks with constantly flowing, filtered, aerated, and temperature-controlled water from Lake Pahkajärvi. A 100 fish per tank of each species were acclimated to either 8°C (body mass 26.6 ± 1.3 g and fork length 14.5 ± 0.2 cm for charr and 22.8 ± 0.6 g and 12.8 ± 0.1 cm for salmon; mean ± SEM. at the end of acclimation) or 15°C (22.9 ± 1 g and 13.8 ± 0.2 cm for charr, and 27.5 ± 1 g and 13.6 ± 0.2 cm for salmon) for 4 weeks and fed commercial fish pellets (Raisio Group, Finland) *ad libitum*. The 4-week acclimation period was considered to be adequate for any acclimation responses to take place, and is also close to the longest period of time that the temperature can be expected to remain constant in nature. The photoperiod was \~17:7 L:D during sampling. Feeding was stopped 24 h prior to sampling and fish were sacrificed in 200 ppm tricaine methanesulfonate (MS-222, Sigma-Aldrich USA) buffered with sodium bicarbonate. Fish mass and fork length were measured before gills and liver tissue were excised and immediately frozen in liquid nitrogen. Forty fish per acclimation group were used for obtaining undisturbed values, and organs were taken at 1, 8, 16, and 21 h after the start of the light period, whereby the last sample was taken in the dark period. The *hsp70* mRNA and protein values were determined from 7 organs at every time point. The remaining 60 fish were subjected to a non-lethal heat shock. The shock was of exactly the same magnitude at both temperatures and for both species. This actually makes the heat shock more robust for Arctic charr than for Atlantic salmon, since the CTmax of charr is 1--2°C lower for charr than for salmon: 26.7 ± 0.07°C and 27.6 ± 0.07°C (SEM) in 8°C acclimated charr and salmon, respectively; 28.0 ± 0.07°C and 29.8 ± 0.08°C in 15°C-acclimated charr and salmon, respectively (Anttila et al., [@B1]), Water temperature was controlled using a 2 kW water heater (RC20 WGW Lauda, Germany). Submersible air-pumps and water-pumps were used to maintain oxygen saturation and prevent stratification of water temperature, respectively. Because handling has been shown not to affect the heat shock response (Vijayan et al., [@B48]), at the start of the light period the fish from each acclimation group were transferred to an experimental tank with water temperature 7°C higher than the acclimation temperature. Fish were kept at the heat shock temperature for 30 min before being returned to the acclimation tanks for recovery. The length of the heat shock and follow-up period were chosen arbitrarily, but it was checked that they were adequate to see a response both at mRNA and protein level in charr. Since it is probable that the ultimate signal of hsp production is the amount of misfolded protein, the magnitude of the response will be affected by the initial temperature, the temperature change in the heat shock, and the length of the exposure to increased temperature. Gills and liver tissue (chosen to represent two different tissues, one in direct contact with the environment and the other being metabolically a very active one) were subsequently excised at 1, 2, 4, 8, 16, and 24 h post-heat shock and flash frozen in liquid nitrogen for downstream analyses. We determined the mRNA levels using quantitative real time PCR and protein levels with western blotting from 7 fish per time point.

Gene cloning, sequence validation and primer design
---------------------------------------------------

Primers used to amplify salmonid *inducible hsp70* were designed based on alignments of several salmonid *hsp70* mRNA sequences available at NCBI ([www.ncbi.nlm.nih.gov](http://www.ncbi.nlm.nih.gov)), with accession numbers [NM_001124228](NM_001124228), [NM_001124745](NM_001124745) and [AB062281.1](AB062281.1) (*Oncorhynchus mykiss*), [KF783199.1](KF783199.1) (*Salvelinus fontinalis*), [AJ632154.1](AJ632154.1) (*Salmo salar*) and [OTU35064](OTU35064) (*Oncorhynchus tschawytscha*). Primers used to amplify an 812 base-pair (bp) gene fragment of *hsp70* in both charr and salmon are: For---CCTCTACATTCATAAACTGCAACT, Rev---CTGGCTGATGTCCTTCTTGTGT. To ensure that only the *inducible hsp70* isoform is amplified, a region with sufficient mismatch base-pairings with *S. salar hsc70* (BT059361) was selected for qPCR primer design.

Primers for β*-actin* were designed based on mRNA sequences with accession numbers [AB196465.1](AB196465.1) (*O. mykiss*), AB111057.1 (*Oncorhynchus nerka*), JR540730.1 (*Salvelinus alpinus*) and NM_001123525.1 (*S. salar*). Primers used to amplify a 1128 bp gene fragment of β*-actin* in both species are: For---ATGGAAGATGAAATCGCCGCAC, Rev---TTAGAAGCATTTACGGTGGACG. PCR products were obtained from cDNA reverse transcribed from 1 μg total RNA extracted from both species. RNA isolation and cDNA synthesis methodology is detailed in the succeeding section. Amplification of the gene of interest and reference gene was performed using a KAPA HiFi HotStart PCR Kit (KAPA Biosystems, USA) with the following thermal cycling parameters: 1 cycle of initial denaturation for 3 min at 95°C, then 30 cycles each of second denaturation at 98°C for 20 s, annealing at 60°C for 15 s and extension at 72°C for 60 s/kb. PCR products were size separated by electrophoresis in 1.5% agarose gel stained with ethidium bromide, followed by gel extraction using a NucleoSpin gel and PCR clean up kit (Macherey-Nagel, Germany).

Gene fragments were ligated onto a pJET1.2/blunt cloning vector with a CloneJet PCR Cloning kit (ThermoScientific, USA), propagated in CaCl~2~ competent DH5α *E. coli* and screened on LB-agar containing ampicillin. Positive colonies were selected for further propagation then purified with a NucleoSpin Plasmid EasyPure Kit (Macherey-Nagel, Germany). Sequencing was performed on purified plasmids at the European Custom Sequencing Centre (GATC Biotech AG, Köln Germany) and obtained sequences (*Hsp70*---KU885452 for *S. alpinus* and KU885451 for *S. salar;* β*-actin*---KU885450 for *S. alpinus* and KU885449 for *S. salar*) were aligned and confirmed with homologous sequences using NCBI BLAST. Phylogenetic analysis of the *hsp70* sequences from charr and salmon, done according to Metzger et al. ([@B31]), confirmed that the cloned genes belong to the inducible *hsp70* isoforms, but our analysis could not differentiate between *hsp70-1* and *hsp70-2*. Species and gene-specific Taqman qPCR primers and fluorescence probes were designed using the Universal Probe Library Assay Design Centre website (Roche Diagnostics). Taqman primers (*hsp70* For---AGCTAAAGGCCCGTCTATCG, Rev---AACACCCCCACACAGGAGTA, Probe \# 104 cat. no. 04692225001; Roche Diagnostics); β*-actin* For---CCAAAGCCAACAGGGAGA, Rev---GTACATGGCAGGGGTGTTG for charr and Rev---GTACATGGCGGGGGTGTTG for salmon, Probe \# 115 cat.no. 04693493001; Roche Diagnostics) were designed to amplify a 60--65 bp amplicon and a further alignment of probe \# 104 with *S. salar hsc70* was conducted to confirm that the probe did not bind to the transcripts of the constitutively expressed isoform. All primers were tested for efficiency and amplification signals obtained were within the quantifiable range of primer efficiencies (90--110%).

Quantitative real-time PCR procedure for *hsp70* mRNA determination
-------------------------------------------------------------------

Total RNA was extracted from tissues using the guanidine isothiocyanate method (Chomczynski and Sacchi, [@B9]) with TRI Reagent (Molecular Research Centre, USA), according to the manufacturer\'s instructions with additional purification steps. Frozen tissues were placed in TRI Reagent and homogenized mechanically with a TissueLyser (Qiagen, USA) at 30 shakes/s for 2 min. Phase separation of RNA was performed using 1-bromo-3-chloropropane, followed by isopropanol precipitation, washing with 75% ethanol, then the RNA was dissolved in RNase free water. To remove residual genomic DNA contamination, DNase I (Promega, USA) was added (1 μg) in solution to an aliquot of RNA and incubated for 10 min at 37°C, followed by another round of phase separation, precipitation and washing. The purified RNA was stored overnight at +4°C in 75% ethanol to ensure the thorough removal of potential contaminants, then centrifuged at 7500 RCF for 5 min, subsequently air-dried and re-dissolved in RNase free water. RNA concentration and purity were measured using a Nanodrop 2000 spectrophotometer (ThermoScientific, USA). Only samples with an A260/280 ratio of ≥1.8 were used in downstream applications.

RNA integrity was confirmed by agarose gel electrophoresis using sodium hypochlorite as a denaturant, as described previously (Aranda et al., [@B2]). An aliquot of RNA (600 ng) from each sample was mixed with 10X loading buffer (1.9 mM xylene cyanol, 1.5 mM bromophenol blue, 25% glycerol) and pipetted onto a gel comprised of 1% agarose, 1% commercial bleach (Kiilto, Finland) containing 6% sodium hypochlorite and stained with ethidium bromide. To test for genomic contamination, qPCR was performed without reverse transcription on each RNA sample in triplicate in a final reaction volume of 10 μl per well, including 2 ng of RNA, 0.3 μM of *hsp70* forward and reverse primers, 0.1 μM of probe \# 104 and 5 μl 2X KAPA Probe Fast qPCR kit master mix (KAPA Biosystems, USA). Thermal cycling parameters are the same as in the qPCR methodology detailed in the succeeding section. Samples which did not amplify after 40 cycles were deemed free of genomic DNA and samples which amplified were re-treated with DNase I and purified as described above.

An aliquot of RNA (100 ng) from each sample was used for cDNA synthesis using a PTC-150 MiniCycler (MJ Research, USA), with a DyNAmo cDNA synthesis kit (ThermoScientific, USA) according to the manufacturer\'s instructions, in a final reaction volume of 20 μl inclusive of random hexamers, reverse transcription buffer with dNTP mix and MgCl~2~, M-MuLV RNase H+ reverse transcriptase and the following thermal cycling parameters: Primer extension at 25°C for 10 min, cDNA synthesis at 37°C for 1 h and reaction termination at 85°C for 5 min. Resultant cDNAs were subsequently stored at −20°C. qPCR was conducted using a 7900HT Fast Real-Time PCR System (Applied Biosystems, USA) for the undisturbed data and QuantStudio 12K Flex Real Time PCR System (Applied Biosystems, USA) for the heat shock data, in a final reaction volume of 10 μl, with 1 ng of cDNA, 0.3 μM forward and reverse primers, 0.1 μM probe and 5 μl 2X KAPA Probe Fast qPCR master mix (KAPA Biosystems, USA), with the following thermal cycling parameters: Stage 1 (enzyme activation) at 50°C for 2 min. Stage 2 (denaturation) at 95°C for 10 min, and 40 cycles of Stage 3 at 95°C for 15 s, then 60°C for 1 min (annealing and extension). Temperature changes were kept at a constant 1.6°C/s. Target and reference gene reaction quantities were determined from a standard curve generated from a 1:2 (undisturbed) and a 1:5 (heat shocked) serial dilution of randomly chosen and pooled samples, and *hsp70* values were normalized to β*-actin* to obtain relative quantities. The suitability of β*-actin* as a consistent house-keeping reference gene was determined using BestKeeper (Pfaffl et al., [@B34]). Because of the long stability and large amount of previously produced β*-actin* mRNA, transcript amounts remained unchanged throughout the study, even though it is likely that the formation of new mRNA varies during the experiment. In conclusion, the results give the relative quantities as the ratio between *hsp70* and β*-actin* mRNA levels.

Western blotting for hsp70 determination
----------------------------------------

Frozen tissues were weighed and homogenized in 5 volumes of lysis buffer (62.5 mM Tris-HCl, 1μg/ml leupeptin, pepstatin, antipain and 1mM PMSF) using a TissueLyser (Qiagen, USA) at 30 shakes/s for 2 min. Lysates were kept on ice for 30 min prior to +4°C centrifugation at 10,000 RCF for 30 min and supernatant storage at −80°C. Protein concentrations were determined using the Bradford method (Bradford, [@B6]) and a protein assay dye reagent (Bio-Rad, Germany), with a serial dilution of bovine serum albumin (1 mg/ml) as a standard. Spectrophotometric measurements were performed at 595 nm using a Wallac EnVision 2103 Multilabel Reader (PerkinElmer, Finland).

An equal amount (20 μg) of protein per sample was mixed with 5X Laemmli buffer (Laemmli, [@B25]) and denatured for 5 min at 95°C, then loaded onto an SDS-PAGE gel comprised of 10% polyacrylamide. Gels were placed in a Mini-Protean 3 electrophoresis module (Bio-Rad, USA) and the proteins separated by size, first at 100 V for 30 min then 150 V for 1 h. Proteins were transferred onto a nitrocellulose membrane (Perkin Elmer, USA) at 100 V for 1 h at +4°C and incubated in PBS blocking solution containing 3% non-fat powdered milk and 0.3% Tween for 1 h. Membranes were incubated overnight simultaneously with rabbit polyclonal anti-salmonid inducible hsp70 (AS05061A) primary antibody (1:10000) (Agrisera, Sweden), and rabbit polyclonal anti-β-actin (ab8227) primary antibody (1:5000) (Abcam, UK) in PBS-Tween with 3% milk at + 4°C. Thereafter, membranes were incubated in PBS-Tween with 3% milk with HRP-conjugated anti-rabbit secondary antibody (1:2500) (Sigma-Aldrich, USA) for 1 h at room temperature, then washed and immersed in Amersham ECL Prime Western Blotting Detection Reagent (GE Healthcare, UK), followed by exposure to x-ray film. A short exposure (\~5 s) for β-actin and a longer exposure (\~2 min) for hsp70 was used to acquire a quantifiable signal in undisturbed fish, while a short exposure (\~5 s) was used for both β-actin and hsp70 for heat shocked fish. Thus, the data do not allow the absolute levels of the two proteins to be compared, but since all the experimental time points were treated similarly, the data enable normalization. Densitometry was performed using ImageJ 1.48v (NIH, USA) and relative quantities were obtained by normalizing hsp70 values to β-actin. The levels of β-actin did not change significantly over time and between treatments in both species, thus confirming its suitability as a loading control and reference protein. Consequently, the results give the relative quantities as the ratio between hsp70 and β-actin bands.

Statistics
----------

It was initially tested if our data were normally distributed (Shapiro-Wilk\'s test) and had equal variances between groups (Brown-Forsythe\'s test). Since the data were in most cases not normally distributed, we first tried simple data transformations (e.g., log transformation) to make the data normal. However, this was not the case even after the transformation for most groups of data. This precludes using multivariate ANOVAs, which require normal distribution. Consequently, either parametric ANOVA or non-parametric Kruskal-Wallis test on ranks was used on mRNA and protein levels separately, with either acclimation temperature or time as an independent factor. We followed the suggested *post-hoc* testing given by Sigmaplot 13 (Holm-Sidak test for ANOVA, Dunn\'s test for Kruskal-Wallis on ranks \[\[**Figures 2, 3**\]\] or Dunnett\'s \[**Figures 5, 6**\]) whenever significant effects were identified. In Figure [1](#F1){ref-type="fig"} the weights of the fish of each species were separately compared at 8 and 15°C using *t*-test. Since no changes occurred as a result of the 7°C temperature increase in cold-acclimated specimens, the effect of time in the heat shock experiments was only tested in warm-acclimated animals (There was one exception to this generalization; the hsp70 level in salmon gills was significantly higher prior to heat shock than at subsequent time points in cold-acclimated specimens). SigmaPlot 13 (SyStat Software, USA) was used for statistical comparisons and *p* \< 0.05 was accepted to indicate a statistically significant effect.

![**The body masses of Arctic charr and Atlantic salmon after 1-month acclimation to 8 or 15°C**. Before the period of acclimation the fish in each species were held in one patch, so that any differences reflect the effects of acclimation period. Throughout acclimation the fish were fed daily *ad libitum*. The statistical significance of the difference in weight between 8 and 15°C-acclimated fish was tested with *t*-test. *p* \< 0.05 was accepted as a statistically significant effect, indicated with ^\*^ in the figure, mean ± SEM; *N* = 100.](fphys-07-00511-g0001){#F1}

Results {#s3}
=======

For the studies, we acclimated Arctic charr and salmon to 8 and 15°C for 4 weeks. Figure [1](#F1){ref-type="fig"} gives the weights of the fish after acclimation. Eight-degree-acclimated charr were heavier than those acclimated to 15°C, whereas the opposite was true for salmon. However, Fulton\'s condition factor (*K* = 100 × weight/length^3^) was essentially independent of the acclimation temperature with values of 0.809 ± 0.2 and 0.808 ± 0.01 (SEM) for 8 and 15°C-acclimated charr, and 1.064 ± 0.01 and 1.060 ± 0.01 for 8 and 15°C-acclimated salmon (*N* = 100), respectively.

Using species-specific *inducible hsp70* primers and an antibody recognizing the inducible hsp70 in both species, for qPCR and immunoblotting, respectively, we first checked if the constitutive mRNA and protein expression varied during the day. This was deemed to be important, as light rhythm variations in the Arctic are pronounced, and light-temperature relationship will change as a consequence of climate change. Further, studies by Healy and Schulte ([@B17]) have shown that *hsp70* level can show circadian fluctuations in *Fundulus heteroclitus*. Figures [2](#F2){ref-type="fig"}, [3](#F3){ref-type="fig"} indicate that neither the *hsp70* mRNA nor the protein levels showed strong circadian fluctuations in either species, temperature or tissue (liver or gills) with the used light rhythm and sampling protocol. The exception to this generalization is the mRNA level in warm-acclimated salmon liver (*H*~3~ = 11.339, *p* = 0.01). However, the results show increased *hsp70* mRNA (*H*~1~ = 29.598, *p* \< 0.001 and *H*~1~ = 7.222, *p* = 0.007 for gills and liver, respectively) and protein levels (*H*~1~ = 15.726, *p* \< 0.001 and *H*~1~ = 5.491, *p* = 0.019 for gills and liver, respectively) in 15°C-acclimated charr as compared to 8°C-acclimated charr (Figures [2](#F2){ref-type="fig"}, [4](#F4){ref-type="fig"}). In contrast, in salmon the *hsp70* mRNA (*H*~1~ = 4.129, *p* = 0.042 and *H*~1~ = 23.846, *p* \< 0.001 for gills and liver, respectively) and protein levels (*F*~1~ = 19.921, *p* \< 0.001 and *H*~1~ = 5.962, *p* = 0.015 for gills and liver, respectively) were higher at the lower than at the higher acclimation temperature (Figures [3](#F3){ref-type="fig"}, [4](#F4){ref-type="fig"}). Further, it is possible that the mRNA-protein expression relationship is different in the two tissues in salmon.

![*****Hsp70*** mRNA and protein levels at different times of the 24-h light/dark cycle in undisturbed Arctic charr**. Relative quantities (mean ± SEM; *n* = 7) are given. Whenever ANOVA or Kruskal-Wallis on ranks \[parametric (p) or non-parametric (n-p), respectively\] indicated statistically significant differences *post-hoc* testing (Holm-Sidak or Dunn\'s method) was conducted. ^\*^ indicates significant differences between acclimation temperatures at the same time point (*p* \< 0.05 was accepted as statistically significant effect). There were no significant differences between time points within an acclimation temperature. Dark period is indicated by gray shading.](fphys-07-00511-g0002){#F2}

![*****Hsp70*** mRNA and protein levels at different times of the 24-h light/dark cycle in undisturbed Atlantic salmon**. Relative quantities (mean ± SEM; *n* = 7) are given. Whenever ANOVA or Kruskal-Wallis on ranks \[parametric (p) or non-parametric (n-p), respectively\] indicated statistically significant differences *post-hoc* testing (Holm-Sidak or Dunn\'s method) was conducted. ^\*^indicates significant differences between acclimation temperatures at the same time point, and different letters indicate that the means in those time points differ from each other (*p* \< 0.05 was accepted as statistically significant effect). Dark period is indicated by gray shading.](fphys-07-00511-g0003){#F3}

![*****Hsp70*** mRNA and protein levels of undisturbed Arctic charr and Atlantic salmon after 1-month acclimation to 8 or 15°C in gills and liver**. Relative quantities are given. The figure reproduces data of Figures [2](#F2){ref-type="fig"}, [3](#F3){ref-type="fig"} for giving the reader a clear picture how *hsp70* mRNA and protein changes between acclimation temperatures in the two species and tissues (gills or liver).](fphys-07-00511-g0004){#F4}

To study the heat shock response, fish were exposed for 30 min to a temperature 7°C higher than the acclimation temperature, whereafter they were returned and the responses followed at the acclimation temperature. An acute increase in temperature from 8 to 15°C did not cause changes in either species in either mRNA or protein levels (Figures [5](#F5){ref-type="fig"}, [6](#F6){ref-type="fig"}). However, when the temperature increase was from 15 to 22°C, *hsp70* mRNA increased drastically in both species. Pre-exposure values were restored by 8 h after the fish were returned to the acclimation temperature. The rapid temperature-dependent transcriptional induction is the hallmark of the heat shock response (Lindquist, [@B26]). In contrast, the heat shock protein response was markedly different in the two species. Arctic charr showed the traditional pattern, where transcriptional induction was followed by protein production (Figure [5](#F5){ref-type="fig"}). The speed of protein accumulation was markedly different in liver and gills. Thus, in liver, the major detoxifying tissue (Hinton et al., [@B20]), the highest hsp70 level was reached already 2 h after the heat shock, whereas in gills the highest protein level was seen after 16 h (Figure [5](#F5){ref-type="fig"}). Conversely, in the 15°C-acclimated salmon subjected to a 7°C temperature increase hsp70 did not accumulate despite transcriptional induction (Figure [6](#F6){ref-type="fig"}).

![**Time course of heat shock induced ***hsp70*** mRNA and protein synthesis in Arctic charr**. Relative quantities (mean ± SEM; *n* = 7) in **(A)** gills and **(B)** liver. Relative quantities of hsp70 are based on hsp/β-actin ratios in the western blots. Representative examples of western blots for gills are given in **(C)** and liver in **(D)**. Whenever ANOVA or Kruskal-Wallis on ranks \[parametric (p) or non-parametric (n-p), respectively\] indicated statistically significant differences *post-hoc* testing (Dunnett\'s method) was conducted. A letter above a symbol indicates that the levels at that time point are significantly different from levels before the heat shock (*p* \< 0.05).](fphys-07-00511-g0005){#F5}

![**Time course of heat shock induced ***hsp70*** mRNA and protein synthesis in Atlantic salmon**. Relative quantities (mean ± SEM, *n* = 7) in **(A)** gills and **(B)** liver. Relative quantities of hsp70 are based on hsp/β-actin ratios in the western blots. Representative examples of western blots for gills are given in **(C)** and liver in **(D)**. Whenever ANOVA or Kruskal-Wallis on ranks \[parametric (p) or non-parametric (n-p), respectively\] indicated statistically significant differences *post-hoc* testing (Dunnett\'s method) was conducted. A letter above a symbol indicates that the values at that time point are significantly different from the values before the heat shock. ^\*^above the symbol in the hsp70 data of gills indicates the one significant difference found in cold-acclimated fish (*p* \< 0.05).](fphys-07-00511-g0006){#F6}

Discussion {#s4}
==========

The major finding of the present study was that despite the increase of *hsp70* mRNA the protein level did not increase in the 15°C-acclimated salmon. This result indicates that there are conditions when the notion that an increase in *hsp* mRNA indicates that also hsp increases in fish does not hold, a finding extending from those of Lund et al. ([@B29]) and Hofmann et al. ([@B21]). Earlier, it has been shown for *Xenopus* oocytes that the production of *hsp* mRNA and protein are uncoupled (Bienz and Gurdon, [@B5]), the heat shock response being regulated translationally (the heat shock response involves an increase in heat shock protein level but no change in mRNA). Our result gives a new dimension to the overall regulation of the heat shock response. While in both charr and salmon the heat shock gene is clearly transcriptionally regulated, as shown by the increase in mRNA in both species, the hsp level need not increase, as the result with salmon indicates. Naturally, our results are restricted to the induction time (30 min), and the following follow-up time (24 h). We cannot be certain that increasing the length of either would not be seen as increased protein production in salmon. However, we consider it improbable that increasing the follow-up time would have resulted in increased hsp70 level, as a significant protein level change occurred in 2 h in charr liver but not after 24 h in salmon liver. In contrast, it is possible that increasing the length of exposure could have caused the salmon hsp70 level to increase, as the signal for hsp accumulation is most likely the amount of misfolded protein, which increases with time.

The above conclusion also depends critically on whether the protein recognized by the antibody is inducible in both charr and salmon. This is most probable as the antibody used has earlier successfully been used to probe inducible hsp70 level in salmon (Tunnah et al., [@B47]), where the increase of protein level was not observed in the present study. In addition, the antibody has successfully been used to document hsp70 induction in the central mudminnow (*Umbra limi*) (Currie et al., [@B10]). It should be noted that at least in insects the production of heat shock protein is related to the steady-state (resting) level of the protein: if the resting level is high, hsp production may not take place (Zatsepina et al., [@B53]).

The question is then why there should be such a prevention of heat shock protein production. The reason may be related to the fact that during heat shock only heat shock proteins are translated, with their preferential translation going on upon recovery from heat shock (Storti et al., [@B42]). The translation of other proteins gradually increases during recovery. Depending on the severity of shock the heat shock protein production can be short-term or sustained (Gedamu et al., [@B16]). If only heat shock proteins can be produced instead of other needed proteins, a serious cost is incurred. Such a cost would not take place if the production of heat shock proteins did not occur. The following two reasons have been earlier suggested as possible reasons why heat shock proteins are not always produced abundantly: first, in large amounts hsps might disturb the normal cellular/organismal functions, or, second, the production and degradation of hsps could cause intolerable increase in cellular energy consumption (Feder and Hofmann, [@B15]). The fact that the heat shock response is often absent in early development of organisms with otherwise pronounced protein synthesis (reviewed in Feder and Hofmann, [@B15]), (e.g., transcriptional induction of *hsp70* gene does not occur in early development of *Xenopus*; Heikkila et al., [@B19]), suggests that the competition for translation may be a significant reason for preventing heat shock protein production.

Our results add to the possibilities of regulating the heat shock response utilizing hsp70 at different levels. First, the transcriptional induction temperature of the genes encoding heat shock proteins differs between species and populations (Feder and Hofmann, [@B15]; Buckley and Hofmann, [@B8]), and is also affected by the acclimation temperature of the organisms (Tomanek and Somero, [@B45], [@B46]; Podrabsky and Somero, [@B36]) with the complete lack of induction in some stenothermal organisms (Tomanek, [@B44]). Second, there are clearly several different proteins in the hsp70 family, which may have different transcriptional induction temperatures. Such a situation can be the basis of population differences in the induction of the response (Fangue et al., [@B14]). Our finding shows that the heat shock protein synthesis can also be controlled post-transcriptionally in fish. Here one has to note that the work was done very close to the temperature where the mRNA induction in Atlantic salmon is observed (see Lund et al., [@B29]), but much above the temperature required for mRNA accumulation in charr (Quinn et al., [@B37]). Consequently, the results cannot indicate what the temperature difference between having both the *hsp70* mRNA and protein accumulate, or having only the mRNA level to increase is.

The results thus indicate an obvious set of future experiments: carrying out acclimation of a species in a set of temperatures with consequent temperature increases of different magnitudes and different lengths. Based on our results we predict that (1) a given increase in temperature causes neither transcriptional nor translational induction of the heat shock gene at low acclimation temperature. (2) With an increase in temperature, the heat shock genes are first induced transcriptionally but not translationally. (3) When the acclimation temperature is high enough, both transcriptional and translational induction occur. The temperature difference between possibilities 2 and 3 is very interesting, as it affects the significance and use of the response. If the difference is species-dependent, large in some and small in others, a significant importance to it being an important step in the regulation of the heat shock response can be attached. If the temperature difference between 2 and 3 is narrow in all species, then the response can be used to probe if small increases in environmental temperatures have an effect on fish.

The results of the present study also show a clear time lag between transcriptional induction and protein production. The time lag has been experimentally shown (Buckley et al., [@B7]), but is inadequately characterized and taken into account (Logan and Buckley, [@B28]). For example, with circadian changes of protein levels the relevant transcription must take place several hours before the maximal amount of protein is required. This means that the cue for increased transcription cannot be the same as the reason for maximal protein level in the circadian cycle. Our results also indicate that the time lag between transcription and translation is, not surprisingly, cell type-specific. The simplest explanation for this is that the availability of ribosomes is the limiting factor and the time lag is shortest in cells with high probability of inducible protein production such as hepatocytes with their inducible detoxification machinery (Hinton et al., [@B20]). Further, the type of translated protein will affect the time lag. With regard to inducible heat shock proteins, the time lag is exceptionally short, which was thought to be due to them lacking introns (Molina et al., [@B32]). However, although mammalian and Drosophila *hsp* genes lack introns, they are present in fish genes (Metzger et al., [@B31]).

In an attempt of explaining the difference between the responses of the two species, the body mass data are useful. Since temperature did not affect the condition factor of either species significantly, the weight change reflects the overall growth. An increase in temperature initially increases the growth rate of fish until the optimum temperature (for growth) is reached, whereafter it decreases with temperature increase (Wootton, [@B51]). Since the charr from a single batch were smaller after acclimation to the higher than to the lower temperature, the higher acclimation temperature has been above the optimum temperature of charr. In contrast, the higher acclimation temperature has not exceeded, or at most only slightly exceeded the optimum temperature of salmon. Thus, the Arctic charr acclimated to 15°C are closer to the higher end of their temperature tolerance than the Atlantic salmon. This observation fits with earlier conclusions of the lower temperature tolerance of Arctic charr than salmon (Elliott and Elliott, [@B13]). The difference is reflected in the level of both *hsp* mRNA and protein in undisturbed fish: in charr both were higher at 15°C than at 8°C, whereas in salmon the opposite was true. The situation in salmon is as expected from the effects of temperature on mRNA and protein breakdown, whereas that in charr likely represents suboptimal temperature. Notably, in practical aquaculture in the present hatchery, adult Arctic charr in the hatchery population start to show increased mortality when the temperature rises above 15°C.

Associated with the increased level of *hsp70* mRNA and protein in 15°C-acclimated, undisturbed fish, the charr showed the classical heat shock response with accumulation of both *hsp* mRNA and protein, whereas in salmon with no increase in the level of *hsp70* mRNA and protein in 15°C-acclimated, undisturbed fish, the accumulation of protein did not occur. While the present study was not designed to elucidate the mechanism of post-transcriptional regulation of the heat shock response, the result indicates an important role for it. Speculatively, when the temperature has increased adequately to cause transcriptional induction, but the change is not life-threatening, the mRNA is not translated to protein to prevent the high energy costs of translation (Schwanhäusser et al., [@B39]). It is possible that microRNAs are involved. An increase in temperature influences the formation of microRNAs (Yin et al., [@B52]), which block translation. Earlier, an untranslated region of human *hsp70* mRNA has been shown to affect translational efficiency (Vivinus et al., [@B49]). If the *hsp70* mRNA is prevented from occupying ribosomes, they are available for translation of other proteins required for successful life at elevated temperature. One mechanism for post-transcriptional regulation of the HSR involves the temperature-induced decrease in the stability of *hsp70* mRNA (Theodorakis and Morimoto, [@B43]). In our case, this would result in some protein production in liver with its shorter time lag between transcription and translation than those of gills. A hint toward this is seen; the liver hsp70 level of the 15°C-acclimated salmon (Figure [6B](#F6){ref-type="fig"}) tended to become elevated after the heat shock. Another possibility is that the mRNA of *hsp70* plays a role in signaling.

In conclusion, the present results suggest that hsp70 production is prevented post-transcriptionally, when the temperature increases enough to cause transcriptional induction, but is not life threatening. Since the present studies were done close to the temperature required to see an mRNA response in Atlantic salmon, further studies are needed to evaluate the temperature difference between transcriptional induction and hsp70 accumulation in different species, and the mechanism by which translation is prevented. With regard to tools studying how critical a temperature increase is to survival of a species, both *hsp70* mRNA and protein should be quantitatively measured: if our prediction is right, an increase of both indicates that the species is at the high end of its tolerable temperature window. If only mRNA increases, the species is disturbed at the temperature studied, but can utilize post-transcriptional regulatory mechanisms to avoid the energy-costly translational response (Schwanhäusser et al., [@B39]).
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